genome encodes a broad set of cellulolytic enzymes, transporters and pathways for sugar utilization and compared to those of other saccharolytic, anaerobic thermophiles is most similar to that of Caldicellulosiruptor saccharolyticus DSM
8903.
Microorganisms that grow at elevated temperatures and are able to utilize a range of carbohydrates have potential utility in the conversion of lignocellulosic biomass to bioenergy. Many hyperthermophilic bacteria and archaea (T opt 80°C) from marine environments are able to grow on various -and -linked glucans, but none of them are able to efficiently hydrolyze crystalline cellulose and plant biomass (1). The most thermophilic cellulolytic species known at present include the strictly anaerobic bacterium, Anaerocellum thermophilum. and 68 putative transposase genes, respectively. This might account for the apparent genome plasticity within the two genomes of these closely-related bacteria that were isolated from similar geothermal freshwater environments.
Nucleotide sequence accession number. The genome sequence and annotation of the Anaerocellum thermophilum DSM 6725 chromosome and the two plasmids pATHE01 and pATHE02 were deposited in GenBank under accession numbers CP001393, CP001394 and CP001395, respectively.
